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Understanding of the mechanism of phenotypic memory of E. coli by using
experimental evolution and epigenomic analysis
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Biological systems possess the ability to adapt to environmental changes,
which generate a variety of phenotypes and genotypes. In the author’ s previous study suggested that
a part of the adaptive phenotypic changes are related to epigenetic mechanisms. However, it is
entirely unclear how epigenetic mechanisms drive adaptive evolution. To clarify this point, the
effect of nucleoid associated proteins (NAPs), which is expected to related to epigenetic mechanisms
were analyzed. The results suggested that the disruption of Lrp affect the direction of evolution
by the loss of acquirence effective mutations.
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